INTRODUCTION
Hairtails (Trichiurus lepturus) are the most popular marine products in Korea because of their taste and nutritional value, and Koreans consume them in large quantities.
Hairtail, ecologically important warm water fish species, belonging to family Trichiuridae, widely distributed on the coast of the Yellow Sea, southern sea and Jeju Island in the Korean Peninsula and the several sea areas in China under the natural surroundings. However, this species of hairtail, which are acknowledged important physiologically (Koo et al., 2004) , ecologically (Park et al., 2002) as well as biologically (Kim et al., 1998) are not genetically studied or researched like other finfishes. Currently, imported hairtail have been altered into endemic hairtail because of high edge. In the present study, to explicate the genetic distances and differences among geographical hairtail populations, the author accomplished a clustering analysis of three hairtail populations collected from Atlantic, Korea and Chinese site.
MATERIALS AND METHODS
Muscle tissues were obtained separately from individuals from Atlantic hairtail population (AHP), Gunsan hairtail population (GHP) and Chinese hairtail population (CHP), respectively. The muscle was collected in sterile tubes, immediately placed on dry ice, and stored at -40°C until the genomic DNA extraction. PCR analysis was performed on DNA samples extracted from a total of 21 individuals using seven decamer primers. Genomic DNA/purification was extracted and purified under the conditions described previously (Yoon & Kim, 2004) . The DNA pellets were incubation-dried for 2 hrs, held at -40°C until analysis, and then dissolved in the TE buffer (10 mM Tris-HCl, pH Ocean lobster and the Korean slipper lobster species ranged between 0.040 and 0.612 (Park et al., 2005) .
RESULTS AND DISCUSSION
In other fish and invertebrates, cluster analysis of the pairwise species matrix generated from genetic data showed that geographically close populations of blacklip abalone tended to cluster together (Huang et al., 2000) . A phylogenetic tree was constructed using UPGMA cluster analysis based on a total of 3,744 distinguishable fragments in gynogenetic clones from the silver crucian carp, Carassius 
